Discussion: The extensive region of synteny homology between mouse Chr 11 and human Chr 17 comprises two distinct linkage groups; that is, genes that are telomeric of Evi2 on mouse Chr 11 map to human Chr 17q, and genes which are proximal from D11Bay2 map to human Chr 17p, reflecting an evolutionary interesting rearrangement in this region [4] [5] [6] . To define the boundary of the two linkage groups on mouse Chr 11 more closely, we used YAC D41D9 for FISH on human chromosome spreads (Fig.  1A) . Nineteen metaphase spreads were analyzed, and 12 (63.2%) showed labeling on both chromatids of each short arm of Chr 17. Our data suggest that the 260-kb DNA fragment from mouse YAC Correspondence to: A. Zimmer DllNdsl, Mov9, and D11Mit7, is represented by the bold line. The arrow marks the likely area of rearrangement. The gene order on the YAC and relative to Trp53 and Evi2 is based on the mouse Chr 11 consensus map [5] and our own data [7] . D41D9, carrying markers Mov9, DllNdsl, and DllMit7, is highly homologous to human sequences on Chr 17p and indicates that the discontinuing breakpoint between mouse Chr 11 and human Chr 17 is located telomeric from these loci (Fig. IB) . Since the mouse homolog of the human MDCR locus (17p13.3), Mdsh, maps within 200 kb to Mov9, DllNdsl, and DllMit7 [7] , the location of YAC D41D9 can be narrowed to 17p13.3 (Fig. 1B) .
